IDENTIFICATION

Species: Kalanchoe laxiflora
Locus: Kalax.0010s0103

Gene Model: Kalax.0010s0103.1.p
Description: KIEXPA-08

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/KlaxifloraFTBG2000359A_v3_ 1
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/KlaxifloraFTBG2000359A_v3_1

GENE STRUCTURE

KIEXPA-08
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Legend:
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Query seq,
superfanilies b

+ Name Accession Description Interval E.value
[+] PLN0O0193 super family 33423 expansin-A; Provisional 22-257 167e-167
SEQUENCES

Peptide

>KIEXPA-08

MGGASVIFVGVCCCLLVMVCCNVNAFAPSGWTKAHATFYGGSDASGTMGGACGY
GNLYSTGYGTRTAALSTALFNDGASGQCYKIICDYRADTRWCIKGVSVTVTATNFCP
PNFAQANDNGGWCNPPLEHFDMAQPAWEKIGIYRGGIVPVMYQRVPCKKHGGVRF
TINGRDYFELVLITNVAGSGSIQSVSVKGSRTSWMAMSRNWGVNWQSNAY LNGQSL
SFQVTTTDGETRVFPDVIPSGWSFGQSYASHVQF*

CDS (coding sequence)
>KIEXPA-08

ATGGGAGGAGCATCCGTAATCTTTGTCGGAGTCTGCTGCTGCTTACTGGTGATGG
TATGTTGCAATGTCAATGCATTCGCTCCTTCTGGTTGGACCAAGGCTCATGCCACT
TTCTATGGCGGCAGTGACGCATCTGGAACAATGGGTGGGGCTTGTGGATATGGGA
ATCTGTACTCAACAGGGTATGGGACAAGGACAGCGGCTCTAAGCACGGCGCTGTT
CAACGATGGAGCCTCGTGCGGGCAATGTTACAAGATCATTTGCGACTACCGGGCT
GATACAAGATGGTGTATCAAGGGGGTTTCAGTCACCGTCACAGCAACCAACTTCT
GTCCACCCAACTTTGCTCAAGCTAATGACAATGGCGGGTGGTGCAACCCGCCCCT
CGAGCATTTTGATATGGCCCAACCAGCTTGGGAGAAGATCGGTATCTACAGAGGA
GGCATTGTCCCAGTCATGTATCAAAGGGTGCCATGTAAGAAACATGGGGGAGTG
AGGTTCACAATCAATGGAAGAGACTACTTTGAGCTTGTGCTGATAACCAACGTGG
CTGGCAGTGGATCCATTCAATCTGTGTCAGTCAAAGGCTCCAGAACTAGCTGGAT
GGCCATGTCAAGGAACTGGGGTGTCAACTGGCAGTCAAATGCATATCTCAACGGC
CAGTCCCTTTCGTTCCAAGTCACAACTACAGATGGAGAGACCAGAGTTTTCCCTG
ATGTGATTCCATCAGGCTGGAGTTTTGGGCAGAGCTATGCCAGCCATGTTCAATT
CTAG

Nucleotide
>SKIEXPA-08

TCGCATGTGAGTCTCTGCTATCTGTCTCTCCTTATTTAACTCAGCCAGCCACTAAT
ATTATTATGCTCACAACCCCAGCCCAATCAAGCCACCCTCCCTCTCTCTCCCTCTC
TGATTTGCTTCATTAATTCTTCCGATTCCCGGTCTTGGAAAATGGGAGGAGCATCC
GTAATCTTTGTCGGAGTCTGCTGCTGCTTACTGGTGATGGTATGTTGCAATGTCAA
TGCATTCGCTCCTTCTGGTTGGACCAAGGCTCATGCCACTTTCTATGGCGGCAGTG



ACGCATCTGGAACAATGGGTACTAATTCTTACAGTACATTATTAGCTTGATGAAT
ATGTTTTCTCAAGTGCTCGCTCTTACATTATATGCTTCTTCTGTTAGCTTCATCTAC
CTCTTCTCGCCGGTCACAACTTCAGATCTAACAAAACTACTATGGGTTCCTTCTTG
TAATGTAGGTGAAATCGTAAGAGAATGATATGTTTTGTTTCAAAATCATATGCAG
GTGGGGCTTGTGGATATGGGAATCTGTACTCAACAGGGTATGGGACAAGGACAG
CGGCTCTAAGCACGGCGCTGTTCAACGATGGAGCCTCGTGCGGGCAATGTTACAA
GATCATTTGCGACTACCGGGCTGATACAAGATGGTGTATCAAGGGGGTTTCAGTC
ACCGTCACAGCAACCAACTTCTGTCCACCCAACTTTGCTCAAGCTAATGACAATG
GCGGGTGGTGCAACCCGCCCCTCGAGCATTTTGATATGGCCCAACCAGCTTGGGA
GAAGATCGGTATCTACAGAGGAGGCATTGTCCCAGTCATGTATCAAAGGTACATT
CACGACTCCCAATAAAGAATGTAATAATACACAAGGCCTGTAGAAATGAATGAG
ACATGTTTGGTGTGCAGGGTGCCATGTAAGAAACATGGGGGAGTGAGGTTCACA
ATCAATGGAAGAGACTACTTTGAGCTTGTGCTGATAACCAACGTGGCTGGCAGTG
GATCCATTCAATCTGTGTCAGTCAAAGGCTCCAGAACTAGCTGGATGGCCATGTC
AAGGAACTGGGGTGTCAACTGGCAGTCAAATGCATATCTCAACGGCCAGTCCCTT
TCGTTCCAAGTCACAACTACAGATGGAGAGACCAGAGTTTTCCCTGATGTGATTC
CATCAGGCTGGAGTTTTGGGCAGAGCTATGCCAGCCATGTTCAATTCTAGGCTGT
TGCCCCTCCCGGGTTCTGAGTTCACATTCGCAAGAGGCGTGCTTCGGCGTTATCAT
AGCTTTAAAGCAGCCCGCGACGAGTGAGTTCTTTATTGAGGCCAAACGAGTCATG
ATTCCGCAAGGGATAACCAATTTAGATTTATAAAAGCTTGTTATTCGAAGAGGAA
TGCAGCCTTTGTACTACTATCTGAGTAGCTGGCAGTCTTGCAAACAAGTTTCCATC
AATAAATTTATAAAAATGCATGCTGCAATTTCCACGCTGATATT





